219 one positively-correlated module of 194 genes that were similarly enriched in synaptic 220 regulation, epigenetic regulation, neuron development, and ubiquitin activity (Fig 3B) .
221 As expected, significant genotype modules were only detected in maternal samples 222 from WGCNA and were enriched in Wnt signaling, neuron differentiation and 223 maintenance, epigenetic regulation, synaptic activity, and circadian entrainment for 224 negatively-correlated modules, and calcium signaling, chromatin organization, and 225 cAMP signaling for positively correlated modules (Fig 3A) . GO enrichment for 226 negatively-correlated modules detected in cortex samples were similar to those 227 observed in hypothalamus modules for time, but the maternal genotype module was 228 distinct in highlighting ubiquitin functions, dendrite, and spliceosome in cortex (S10 229 Figure) . A control data set comparing wild-type samples from maternal and paternal 230 litters produced three significant modules for parent-of-origin in hypothalamus and one 231 in cortex with genes enriched in ubiquitin activity (S11 Figure) . GO enrichment terms 232 identified by WGCNA were highly similar to those observed by the simpler pairwise 233 analysis (S12 Figure) . Snord116-dependent diurnal rhythm of DNA methylation in mouse cortex. Nat 516 Commun. 2018;9(1):1616. 
